Supplementary Methods - Table S1 . List of Pfam domains used to identify bacterial transposases analyzed in this study.
Healthcare) chromatography column equilibrated in Buffer C. Hydrophobic interaction chromatography was performed in Buffer C with a double gradient (100 mL) of [NH 4 ] 2 SO 4 (1.0-0 M) and ethylene glycol (0-60%).
Fractions containing β were pooled and dialyzed against 2 L of Buffer D (50 mM TrisCl, 50 mM NaCl, 1 mM EDTA, 10% glycerine, 1 mM DTT, pH 8). This fraction (2.7 mg mL -1 ) was aliquoted and stored at -80ºC.
Purification of GST-Pol IV LF . The C-terminal domain of E. coli DNA polymerase IV (residues Val243-Leu351) was amplified by PCR using genomic DNA from strain E. coli MG1655 and oligonucleotides #3 (5'-GAATGACGGATCCGTCGGCGTGGAACGCACGATGGCGGAAG-3') and #4 (5'-GAATGACCTCGAGTCATAATCCCAGCACCAGTTGTCTTTCCATTTGCGGG-3'), and cloned (BamHI-XhoI) in pGEX-4T-3 (GE Healthcare). The resulting soluble GST fusion protein (335 amino acids, 39 kDa) was purified by affinity chromatography with Glutathione Sepharose 4B following the standard procedures recommended by the manufacturer (Amersham).
Purification of Methanosarcina barkeri PCNA. Genomic DNA from Methanosarcina barkeri Fusaro (DSM 804) was obtained from DSMZ (Braunschweig, Germany) and used to amplify the gene encoding PCNA by PCR using the oligonucleotides #5 (5'-GGATGACCATGGTTAAGGCAGCAATTAATGCAGAGCTTC-3') and #6 (5'-GGATGAGGATCCTCAGTCCGACTCAATTCTTGGAGCCAGG-3'). The PCNA gene was cloned (NcoI-BamHI) into vector pET16b and the protein overexpressed in E. coli BL21(DE3). Purification of PCNA followed the same protocol as for E. coli β with the following differences: a) [NH 4 ] 2 SO 4 was raised to 40% saturation to remove contaminants and then to 60% to precipitate PCNA; b) the NaCl gradient on the Q sepharose FF chromatography column was from 0.2 to 1.0 M. DUF4158  DUF4277  DUF4338  DUF4351  DUF4372  DUF772  HTH_17  HTH_21  HTH_23  HTH_24  HTH_28  HTH_29  HTH_32  HTH_33  HTH_38  HTH_7  HTH_OrfB_IS605  HTH_Tnp_1  HTH_Tnp_IS1  HTH_Tnp_IS630  HTH_Tnp_IS66  HTH_Tnp_ISL3  HTH_Tnp_Mu_1  HTH_Tnp_Mu_2  IstB_IS21   IstB_IS21_ATP  LZ_Tnp_IS481  LZ_Tnp_IS66  MULE  Mu-transpos_C  Nterm_IS4  OrfB_IS605  OrfB_Zn_ribbon  Phage-MuB_C  Resolvase  rve  rve_2  rve_3  Tn7_Tnp_TnsA_C  Tn7_Tnp_TnsA_N  Tn7_TnsC_Int  TnpB_IS66  Transposase_20  Transposase_31  Transposase_mut  Y1_Tnp  Y2_Tnp  Zn_Tnp_IS1  Zn_Tnp_IS1595  Zn_Tnp_IS91  TABLE S2. Pfam-based architecture description of IS structures and classification into IS families. The table lists 209 gene clusters corresponding to IS elements. Gene symbols are enclosed by characters that represent an arrow (--gene->), to describe their relative orientation, and are connected by double colons (::). The gene symbols represent the domain organization of encoded proteins. Domain names follow Pfam nomenclature and are connected by equal signs (=). IS family nomenclature follows that of IS finder (www-is.biotoul.fr//is.html), except for IS4, IS5, IS66, and ISNCY, as described in accompanying Notes. Importantly, our classification aims to group the domain architectures and proteins of each IS family according to the transposase domains detected and does not take into account other aspects of IS structure, such as the flanking inverted repeats present in many ISs.
IS FAMILY IS STRUCTURE NOTES IS1
- IS66a includes the 'classical' IS66 architecture.
IS66b
--HTH_Tnp_IS66=DDE_Tnp_IS66-> Includes the subgroup ISBst12 of IS66 (Gourbeyre et al., 2010) .
We have chosen TnpA (domain Y1_Tnp) as a proxy to score the orientation of the insertion sequences in this family.
IS256
- . p-values were calculated for each chromosome and IS family, and coloured according to its significance (red for p<10 -3 , orange for 10 -3 <p<10 -2 and yellow for 10 -2 <p<0.05).
Chromosomes used for calculation of statistical significance at the Phylum level (Table 1) are marked red in the first column. PDF file) . Statistical significance for the non-random distribution of IS elements at the chromosomal level. As in Table S3 , but including only chromosomes with 6 or more copies of a give IS family, and only one chromosome for each species. The table has been ordered by IS family and p-value. Significant p-values are labelled (red for p<10 -3 , orange for 10 -3 <p<10 -2 and yellow for 10 -2 <p<0.05). 
